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ABSTRACT 
Aim: we mainly aimed to elucidate potential comorbidities between celiac disease and hepatitis c by means of data and network 
analysis approaches. 
Background: understanding the association among the disorders evidently has important impact on the diagnosis and therapeutic 
approaches. Celiac disease is the most challenging, common types of autoimmune disorders. On the other hand, hepatitis c virus genome 
products like some proteins are supposed to be resemble to gliadin types that in turn activates gluten intolerance in people with inclined to 
gluten susceptibilities. Moreover, a firm support of association between chronic hepatitis and celiac disease remains largely unclear. 
Henceforth exploring cross-talk among these diseases will apparently lead to the promising discoveries concerning important genes and 
regulators.  
Methods: 321 and 1032 genes associated with celiac disease and hepatitis c retrieved from DisGeNET were subjected to build a gene 
regulatory network. Afterward a network-driven integrative analysis was performed to exploring prognosticates genes and related 
pathways.  
Results: 105 common genes between these diseases included 11 transcription factors were identified as hallmark molecules where by 
further screening enriched in biological GO terms and pathways chiefly in immune systems and signaling pathways such as 
chemokines, cytokines and interleukins.  
Conclusion: in silico data analysis approaches indicated that the identified selected combinations of genes covered a wide range of 
known functions triggering the inflammation implicated in these diseases. 
Keywords: celiac disease, hepatitis c, regulatory network. 
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Introduction  
  1 Celiac disease (CD), as a chronic immune-mediated 
disorder, is caused by gluten ingestion that exhibits a 
wide spectrum of clinical representations, including 
intestinal abnormalities and malabsorption (1). CD is a 
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genetic based disease with a 1% worldwide prevalence 
especially in western part of the world. Variety of 
manifestations like gut lesions are triggered by 
environment (gluten, infection, etc.) and genetic (HLA 
and non-HLA genes). CD is further characterized by 
severe autoimmune responses resulting in damaging 
small intestinal mucosa (1, 2). On the other hand, the 
hepatitis C virus (HCV) is a serious health burden 
which infects 170 million people globally that mostly 
asymptomatic in nature (3). Chronically infected 
patient’s present liver injury including liver cirrhosis 
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and liver failure (4). The remarkable ability of the virus 
to establish persistent infections (5-8), in addition to the 
poor understanding in pathogenesis of HCV, demands 
in-depth studies in elucidating HCV complex biological 
processes. Of note, being infected with HCV in long-
term definitely increases the risk of liver cancers such 
as hepatocellular carcinoma (HCC) (4). Although the 
most of CD patients indicated different gastrointestinal 
anomalies, they are also affected by several 
complications (9-12). Moreover several hepato- 
anomalies including cholangitis (14), hepatic T-cell 
lymphoma (14) as well as pancreatitis resulting in acute 
changes in endocrine system have been documented in 
symptomatic CD patients (14). CD-related changes in 
liver functions are thought to be due to the production 
of some agents like reactive oxygen species, tumor 
necrosis factor-α (TNF-α) and inflammatory responses.  
The complex molecular interactions underlying 
diseases demands the identification of biological units 
like transcription factors likewise the roadmap between 
different diseases. Considering the ever growing of 
omics data (15), data integration and analysis 
approaches are great keys for solving the disease’s 
complexities. In this study it was assumed that there is 
a sort of similarities among CD and HCV patients at 
the gene expression level. Therefore, networking was 
conducted to identify molecules underlying these 
disorders. The co-expressed genes that thought to have 
important influences in the pathogenesis of CD and 
HCV were then prioritized. Hereon, we attempted to 
provide a systematic understanding of the potential 
connections among these genes.   
 
Methods 
Firstly, curated gene-disease relations in CD and 
HCV was retrieved from DisGeNET v2.0 server 
(http://www.disgenet.org/web/DisGeNET). These sets 
has been collected from UNIPROT, human CTD, 
PsyGeNET, Orphanet and the HPO). Only disease-
related genes with at least one evidence from pfam was 
selected for further analysis. Afterward, a list of 9905 
regulatory links between human gene-transcription 
factors was obtained from TRRUST database 
(http://www.grnpedia.org/trrust/). These regulatory 
connections have been collected from 11,237 over 20 
million PubMed articles and experimentally validated 
transcriptional regulations consisting of 821 human 
transcription factors and 2,159 non-TF genes. 
Sentence-based text mining approach has been 
employed for seeking these interactions. Next, for 
illustrating regulatory interactions among the genes, a 
regulatory network was built using the intersection of 
CD and HCV assigned genes and regulatory links 
derived by TRRUST. The transcriptional regulatory 
links were further visualized by Cytoscape 3.4.0 
(http://www.cytoscape.org/). Genes within the network 
were separately ranked based on centrality statistics 
calculated by CytoNCA Cytoscape plugin (16). 
Pathway analysis was conducted on the inferred 
network using Reactom (http://reactome.org/). 
Additionally, GO biological terms were characterized 
by feeding the common genes in BINGO Cytoscape 
plugin (http://apps.cytoscape.org/apps/bingo). Finally, 
for elaborating the network of shared genes among CD-
HCV with biological regulators like miRNAs and 
discovering the experimentally validated miRNAs 
which interact with these genes, experimentally 
validated gene-miRNA interactions were taken from 
miRWalk 2.0 server (http://zmf.umm.uni-
heidelberg.de/apps/zmf/mirwalk2/miRpub.html) based 
on miRBase database.  
 
Results 
DisGeNET contains a list of diseases-associated 
genes collection based on the presence of genetic 
overlaps between diseases. In this list, among the 
4,753,986 potential diseases associations, 13,064 
diseases were found to share at least one gene. Among 
these disease-disease links, CD was significantly 
associated with arthritis, rheumatoid, atherosclerosis, 
multiple sclerosis and hepatitis C (combined score at P-
value < 0.05) from which, CD and HCV were 
significantly related with a high combined score and then 
selected for mining the common underlying genes. 
Combined score is computed by taking the log of the p-
value from the Fisher exact test and multiplying that by 
the z-score of the deviation from the expected rank. To 
this end, 321 and 1032 genes were retrieved from 
DisGeNET database, as CD and HCV specific genes 
respectively from which 105 gene were in common 
(figure 1). Among these 105 genes, CTNNB1, 
HNRNPD, NFKBIB, EGF, IRF1, IRF2, NFKB1,  
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Figure 1. Venn diagram of intersection between celiac disease, hepatitis c related genes retrieved from DisGeNET server and 
TRRUST regulatory links. Ultimately, 105 genes were taken as CD-HCV specific genes which are being in turn regulated by 
trascription factors based on the experimentally validated gene-TF links in TRRUST database. 
 
Figure 2. Interaction network established by common genes underlying celiac disease and hepatitis c. the green and red colors show genes and 
transcription factors respectively. Network units with more connectivity have been illustrated bigger.→ and ┴ arrows show the activation and 
repression effects of a TF on the targeted genes respectively. 
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FOXP3, STAT1, STAT3 and VDR were extracted as 
transcription factors by intersecting the list of 105 genes 
and 821 human transcription factors-genes interactions 
derived from TRRUST database. Afterward, 2607 
transcriptional relationships between these genes were 
exploited to establish a network (figure 2) by selecting 
the only highly ranked edges including EGF, IRF1, 
IRF2, NFKB1, FOXP3, STAT1, STAT3 and VDR 
transcription factors.  
In graph theory in addition to hub nodes (proteins 
with high degrees), certain nodes with higher centrality 
measures are more likely to be key connectors and 
likewise critical points controlling important dynamic 
components in biological networks (17) that removal of 
them causes biological systems fail to save their 
coherence. Hereby, in the generated network, NFKB1, 
STAT3, STAT1, IRF1, VDR and FOXP3 TFs, 
interleukin genes including IL10, IL6, IL2, IL2RA, 
epidermal growth factor receptor (EGFR), and interferon 
gamma (IFNG) showed the most connectivity. For 
adding a functional view to gene products within the 
regulatory network, functional classification was 
performed using BINGO Cytoscape plugin running 
hypergeometric test and Benjamini and Hochberg with 
False Discover Rate (FDR) correction at significant level 
0.01 (figure 3).  
 
 
Figure 3. Biological pathways in which common genes 
extracted from celiac disease and hepatitis c potentially 
involved by Reactom server with default parameters. The bars 
have been arranged top to down illustrating  the number of 
genes and significance level assigned to each pathway. 
According to the Figure 3, the genes were enriched in 
inflammatory response (STAT3, CLC2, FAS), apoptotic 
process (STAT1, CD14, IRF1) and MAPK cascade 
(EFGR, CCL5, CCR5, FGF1). Moreover in pathway 
analysis (figure 4), immune systems (innate and 
adaptive), mostly signaling pathways like chemokine, 
cytokine, interferon and interleukin1 were more 
noteworthy. Further study on the interplay in built 
network and microRNAs, was done by utilizing 
predicted miRNA-target networks from TargetScan 
(figure 5A) where miR-493, miR-23a/b miR-498, miR-
498 and miR-18b were taken as the potential regulators 
and  IRF1, FAS, IRF2, BCL2 and CTGF as their 




Figure 4. Functional classification of biological processes in 
which differential expressed genes from common genes 
associated to celiac disease and hepatitis c supposed to be 
involved. The GO terms considered significant based on 
hypergeometric test with Benjamini and Hochberg FDR 
correction and significance level 0.01 by BINGO app. The 
bars have been arranged top to down illustrating the number 
of genes and significance level assigned to each GO term. 
 
Discussion 
The co-incidence of two or more disorders in an 
individual is named comfortability, therefore 
characterizing genes and pathways involved in the 
related diseases would be helpful in identifying 
comorbidity patterns (18). The potential connections of 
CD and HCV has been extensively investigated in a 
number of studies (19-23). It is noteworthy that HCV 
may activate immune response to gluten in people with 
genetic susceptibility (24) that could be a fair 
explanation in comorbidity of CD and HCV (25). 
Thereof, as HCV initiates autoimmune disease process 
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and given the difficulty in determining interactions 
among the diseases, in the present study we employed 
freely available data and bioinformatics tools to 
investigate genes whose interactions is supposedly 
challenging in both of the CD and HCV pathogenesis 
and comorbidities. Among all possible 4,753,986 
disease associations annotated in DisGeNET database, 
CD was significantly related with HCV with P-value < 
0.05 and high combined score. Genetic overlap in gene 
ontology and pathway levels has been used to measure 
exploratory functions between two diseases in 
DisGeNET database.  Since HCV as an exogenous 
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B: miRNA-target interactions 
 
 
Figure 5. A, interacting miRNAs with the upstream motifs in common genes underlying celiac disease and hepatitis 

















308  Celiac disease and hepatitis C network analysis 
 
Gastroenterol Hepatol Bed Bench 2017;10(4):303-310 
 
cause of non-intestinal inflammatory responses is also 
able to induce immune systems (25), CD-HCV links 
was then chosen for investigating shared genetic 
components. Among the CD and HCV assigned genes, 
there are a number of interferon genes (IFNA1, IFNG) 
seemingly regulated by NFKB1, IFR1, STAT1 and 
STAT3 participating in inflammatory and apoptotic 
events (figures 2 and 3). Interestingly, interleukins were 
demonstrated as the most common genes regulated by 
all of the eight TFs in this study implying on 
indispensable role of interleukins in immune-mediated 
disorders. NFKB1 transcription factor with the highest 
centrality score within network, has the documented 
role in the regulation of interleukin genes (26). NFKB 
as a pivotal regulator of the adaptive immune system, 
modulates the activation, proliferation and survival of 
lymphocyte. NFKB pathway has been demonstrated to 
be constitutively upregulated in CD (27). In the core of 
NFKB signaling pathway, there are CD28 involved in 
proximal signaling, TNF, NOS2, STAT1, BCL and 
CLC all of them existed among the 105 common genes. 
As illustrated in the Figure 2, BLC2 is being 
suppressed by the most of transcription factors 
including VDR.  Another aspect of scrutinized genes 
was the abundance of Human leukocyte antigen (HLA-
A, HLA-G, HLA-DRB1) that are likely regulated by 
IRF1 and VDR in activating and unknown manners. 
HLA-mediated inflammatory reactions is thought to be 
linked with CD, HCV and other autoimmune disorders 
(28, 29) whereby a number of HLAs in this study were 
mainly regulated by IRF1 and VDR. IRF1 plays a role 
in triggering gluten intolerance that itself is being 
suppressed by STAT1 (figure 2). In this regard, FOXP3 
is essential to regulating differentiation of T-cells in 
adaptive immunity (30) activated and suppressed by 
NFKB1 and IRF1 respectively. VDR are normally 
expressed in the duodenal mucosa of patients with CD, 
causes mucosal damage (31). HLAs as predisposing 
genetic factors contributes to the genetic pathogeny of 
CD at 70%-95% (32, 33). Finally, to demonstrate the 
implications of miRNAs in CD-HCV, we have 
identified miRNAs relevant with CD and HCV. In the 
presented study based on the experimentally validated 
gene-miRNA interactions collected from miRWalk, 
miR-23a-3P, miR-18a-5p, miR-493, miR-498-5p, miR-
181/b-5p was found to regulated IRF1, FAS, IRF2, 
BCL2 and CTGF (figure 5). The dysregulation of miR-
23a/b have been already documented to be involved in 
several of chronic inflammations (34). Among them 
FAS is being likely activated by STAT3 (figure 2). 
FAS was indicated to be associated with the severity of 
atrophy in CD (35). FAS also was found to mediate cell 
apoptosis by contributing with IL10, interferon genes, 
T-cell receptors (CD94) and TNF-α (36). This could 
give a partial picture of initiating malignant and 
nonmalignant proliferation in T-cells due to the 
comorbidity of CD and HCV. Among the 105 genes, 
IL23A and CD28 have shown altered expression in 
both of children and adult people with CD and while 
STAT3 only was differentially expressed in adult (37).  
The absurdness of interleukin genes is still noteworthy 
considering inflammatory response (GO: 0006954), 
cytokine signaling, chemokines, interferon, interleukin 
signaling pathways (figures 4, 5). Interleukins and 
interferon have proven roles in Subsets of immune and 
inflammatory events against autoimmune diseases like 
CD (38). Among the interleukin genes, IL6 is 
seemingly repressed by NFKB1, VDR, STAT3 and 
STAT1. IL6 has shown altered expression only in adult 
with CD. TNF, IL2 and IL21 were exhibited to induce 
proliferation of innate intraepithelial lymphocytes (39) 
that are being activated and suppressed by STAT3 and 
VDR transcription factors respectively. Viral products 
have been thought to have a potential to trigger the 
development of CD in genetically inclined individuals 
(40, 41), however the findings of CD-HCV associations 
are still controversial (42-46). Nevertheless of these 
studies, bioinformatics analysis potentials has been less 
used in addressing more important genes with similar 
expression patterns in CD and HCV. Taken together, 
several of genes and transcription factors were 
highlighted which thought to interact to each other in 
giving rise to CD-HCV comorbidity principally via 
immune responses.   
However this analysis included some of limitations; we 
generated an unweighted network, we then should note 
the dynamic nature of diseases via strictly analysis of 
static networks. Furthermore CD and HCV related 
genes were retrieved from adult and children forms of 
CD as well as all forms of HCV either acute, chronic 
and HCV-related hepatocellular carcinoma while CD 
can appear at any age but there are some differences in 
CD in children and adult form of CD. One therefore 
should be more specific to drive the exact types of 
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disease-disease links using the strict criterion. Utilizing 
CD and HCV trade-off can help to explain disease 
inverse comorbidity. We noticed that CD-HCV specific 
genes were mainly assigned to pathways explicating the 
inflammation responses. Apparently the immune 
system reactions to each of them contribute to the 
activation in the setting of antibodies that in turn will 
cause of new symptoms even involved. Functional 
classification of common genes mainly in chemokine 
and cytokine pathways might be biologically relevant 
with the necessity of screening disease-associated 
antibodies prior to the therapies for declining 
inflammatory responses in these patients. 
In conclusion, conserved genes and TFs obtained by 
network-based analysis like NFKB1, STAT3, IRF1, 
HLAs interleukin genes and chemokines could be 
proposed for future researches where their interactions 
could be proofed by confidently experiments. 
 
Acknowledgment  
We thank Dr. Nooshin Omranian, scientific staff in 
Systems Biology and Mathematical Modelling Group, 
Max Planck Institute for Molecular Plant Physiology, 
Potsdam, Germany for her precious guidance. 
Conflict of interests 
The authors declare that they have no conflict of 
interest. 
References  
1. Ehsani-Ardakani MJ, Rostami Nejad M, Villanacci V, 
Volta U, Manenti S, Caio G, et al. Gastrointestinal and non-
gastrointestinal presentation in patients with celiac disease. 
Arch Iran Med 2013;16:78-82. 
2. Rostami-Nejad M, Villanacci V, Hogg-Kollars S, Volta U, 
Manenti S, Reza-Zali M, et al. Endoscopic and histological 
pitfalls in the diagnosis of celiac disease: A multicentre study 
assessing the current practice. Rev Esp Enferm Dig 
2013;105:326-33. 
3. Lindenbach BD, Rice CM. Unravelling hepatitis C virus 
replication from genome  to function. Nature 2005;436:933-8. 
4. Mengshol JA, Golden-Mason L, Rosen HR. Mechanisms of 
Disease: HCV-induced liver injury. Nat Clin Pract 
Gastroenterol Hepatol 2007;4:622-34 
5. Gale M Jr, Foy EM. Evasion of intracellular host defence 
by hepatitis C virus. Nature 2005;436:939-45. 
6. Tan SL, Katze MG. How hepatitis C virus counteracts the 
interferon response: the jury is still out on NS5A. Virology 
2001;284:1-12. 
7. Uebelhoer L, Han JH, Callendret B, Mateu G, Shoukry NH, 
Hanson Hl, et al. Stable cytotoxic T cell escape mutation in 
hepatitis C virus is linked to maintenance of viral fitness. 
PLoS Pathog 2008;4:e1000143. 
8. Gale MJ Jr, Korth MJ, Tang NM, Tan SL, Hopkins DA, 
Dever TE, et al. Evidence that hepatitis C virus resistance to 
interferon is mediated through repression of the PKR protein 
kinase by the nonstructural 5A protein. Virology 
1997;230:217-27. 
9. Zali MR, Rostami-Nejad M, Al Dulaimi D, Rostami K. 
Nail changes: unusual presentation of celiac disease. Am J 
Gastroenterol 2011;106:2202-4. 
10. Rostami-Nejad M, Hogg-Kollars S, Ishaq S, Rostami K. 
Subclinical celiac disease and gluten sensitivity. 
Gastroenterol Hepatol Bed Bench 2011;4:102-8. 
11.  Khoshbaten M, Rostami Nejad M, Farzady L, Sharifi N, 
Hashemi SH, Rostami K. Fertility disorder associated with 
celiac disease in males and females: fact or fiction? J Obstet 
Gynaecol Res 2011;37:1308-12. 
12. Khoshbaten M, Rostami Nejad M, Sharifi N, Fakhari A, 
Golamnejad M, Hashemi SH, et al. Celiac disease in patients 
with chronic psychiatric disorders. Gastroenterol Hepatol Bed 
Bench 2012;5:90-3. 
13. Rostami K, Steegers EA, Wong WY, Braat DD, Steegers-
Theunissen RP. Coeliac disease  and reproductive disorders: a 
neglected association. Eur J Obstet Gynecol Reprod Biol 
2001;96:146-9. 
14. Freeman HJ. Hepatobiliary and pancreatic disorders in 
celiac disease. World J Gastroenterol 2006;12:1503-8. 
15. Khosravi P, Gazestani VH, Pirhaji L, Law B, Sadeghi M, 
Goliaei B, et al. Inferring interaction type in gene regulatory 
networks using co-expression data. Algorithms Mol Biol 
2015;10:23. 
16. Tang Y, Li M, Wang J, Pan Y, Wu FX. CytoNCA: a 
cytoscape plugin for centrality analysis and evaluation of 
protein interaction networks. Biosystems 2015;127:67-72. 
17. Narang V, Ramli MA, Singhal A, Kumar P, De Libero G, 
Poidinger M, et al. Automated Identification of Core 
Regulatory Genes in Human Gene Regulator Networks. PLoS 
Comput Biol 2015;11:e1004504. 
18. Rubio-Perez C, Guney E, Aguilar D, Piñero J, Garcia-
Garcia J, Iadarola B, et al. Genetic and functional 
characterization of disease associations explains comorbidity. 
Sci Rep 2017;7:6207. 
19. Garg A, Reddy C, Duseja A, Chawla Y, Dhiman RK. 
Association between Celiac Disease and Chronic Hepatitis C 
Virus Infection. J Clin Exp Hepatol 2011;1:41-4.  
20. Casella G, Viganò D, Romano Settanni C, Morelli O, 
Villanacci V, Baldini V, et al. Association between celiac 
disease and chronic hepatitis C.Gastroenterol Hepatol Bed 
Bench 2016;9:153-7.  
310  Celiac disease and hepatitis C network analysis 
 
Gastroenterol Hepatol Bed Bench 2017;10(4):303-310 
 
21. Hernandez L, Johnson TC, Naiyer AJ, Kryszak D, 
Ciaccio EJ, Min A, et al. Chronic hepatitis C virus and celiac 
disease, is there an association? Dig Dis Sci 2008;53:256-61. 
22. Sainsbury A, Sanders DS, Ford AC. Meta-analysis: 
Coeliac disease and hypertransaminasaemia. Aliment 
Pharmacol Ther 2011;34:33-40. 
23. Thevenot T, Denis J, Jouannaud V, Monnet E, Renou C, 
Labadie H, et al. Coeliac disease in chronic hepatitis C: a 
French multicenter prospective study. Aliment Pharmacol 
Ther;26:1209-16. 
24. Colombo E, Cermesoni L, Morganti D. Celiac sprue: 
another autoimmune syndrome associated with hepatitis C? 
Dig Liver Dis 2003;35:64-5. 
25. Fernandez-Jimenez N, Castellanos-Rubio A, Plaza-
Izurieta L, Irastorza I, 
26. Elcoroaristizabal X, Jauregi-Miguel A, et al. Coregulation 
and modulation of NFκB-related genes in celiac disease: 
uncovered aspects of gut mucosal inflammation. Hum Mol 
Genet 2014;23:1298-310.  
27. Chiang BL, Yang PM, Hwang LH, Wang JM, Kao SF, 
Pan CH, Chi WK, et al. Establishment and characterization of 
NS3 protein-specific T-cell clones from a patient with chronic 
hepatitis C. J Biomed Sci 1998;5:290-6. 
28. Michalski JP, McCombs CC, Arai T, Elston RC, Cao T, 
McCarthy CF, et al. HLA-DR, DQ genotypes of celiac 
disease patients and healthy subjects from the West of 
Ireland. Tissue Antigens 1996;47:127-33. 
29. Soderquest K, Hertweck A, Giambartolomei C, 
Henderson S, Mohamed R, Goldberg R, et al. Genetic 
variants alter T-bet binding and gene expression in mucosal 
inflammatory disease. PLoS Genet 2017;13:e1006587. 
31. Colston KW, Mackay AG, Finlayson C, Wu JC, Maxwell 
JD. Localisation of vitamin D receptor in normal human 
duodenum and in patients with coeliac disease. Gut 
1994;35:1219-25. 
32. Rostami-Nejad M, Romanos J, Rostami K, Ganji A, 
Ehsani-Ardakani MJ, Bakhshipour AR, et al. Allele and 
haplotype frequencies for HLA-DQ in Iranian celiac disease 
patients. World J Gastroenterol. 2014;20:6302-8. 
33. Megiorni F, Mora B, Bonamico M, Barbato M, Nenna R, 
Maiella G, et al. HLA-DQ and risk gradient for celiac disease. 
Hum Immunol 2009;70:55-9.  
34. Sollid LM. Coeliac disease: dissecting a complex 
inflammatory disorder. Nat Rev Immunol 2002;2:647-55. 
35. Mohan M, Chow CT, Ryan CN, Chan LS, Dufour J, Aye 
PP, et al. Dietary Gluten-Induced Gut Dysbiosis Is 
Accompanied by Selective Upregulation of microRNAs with 
Intestinal Tight Junction and Bacteria-Binding Motifs in 
Rhesus Macaque Model of Celiac Disease. Nutrients 
2016;8.pii:E684. 
36. Wu J, Alizadeh BZ, Veen TV, Meijer JW, Mulder CJ, 
Pena AS. Association of FAS (TNFRSF6)-670 gene 
polymorphism with villous atrophy in coeliac disease. World 
J Gastroenterol 2004;10:717-20. 
37. Ebert EC. IL-15 converts human intestinal intraepithelial 
lymphocytes to CD94 producers of IFN-gamma and IL-10, 
the latter promoting Fas ligand-mediated cytotoxicity. 
Immunology 2005;115:118-26. 
38. Pascual V, Medrano LM, López-Palacios N, Bodas A, 
Dema B, Fernández-Arquero M, et al. Different Gene 
Expression Signatures in Children and Adults with Celiac 
Disease. PLoS One 2016;11:e0146276. 
39. Kooy-Winkelaar YM, Bouwer D, Janssen GM, 
Thompson A, Brugman MH, Schmitz F, et al. CD4 T-cell 
cytokines synergize to induce proliferation of malignant and 
nonmalignant innate intraepithelial lymphocytes. Proc Natl 
Acad Sci U S A 2017;114:E980-9.  
40. Akdis M, Burgler S, Crameri R, Eiwegger T, Fujita H, 
Gomez E, et al. Interleukins, from 1 to 37, and interferon-γ: 
receptors, functions, and roles in diseases. J Allergy Clin 
Immunol 2011;127:701-21. 
41. Ferguson A, Arranz E, O'Mahony S. Clinical and 
pathological spectrum of coeliac disease--active, silent, latent, 
potential. Gut 1993;34:150-1 
42. Fattovich G, Giustina G, Favarato S, Ruol A.A survey of 
adverse events in 11,241 patients with chronic viral hepatitis 
treated with alpha interferon. J Hepatol 1996;24:38-47. 
43. Fine KD, Ogunji F, Saloum Y, Beharry S, Crippin J, 
Weinstein J. Celiac sprue: another autoimmune syndrome 
associated with hepatitis C. Am J Gastroenterol 2001;96:138-
45.  
44. Múgica F, Aranzadi MJ, Recasens M, Almagro F, 
Muñagorri A, Elósegui E, et al. Adult celiac disease and 
hypertransaminasemia. Rev Esp Enferm Dig 2000;92:78-85. 
45. Hagander B, Berg NO, Brandt L, Nordén A, Sjölund K, 
Stenstam M. Hepatic injury in adult coeliac disease. Lancet 
1977;2:270-2.  
46. Germenis AE, Yiannaki EE, Zachou K, Roka V, Barbanis 
S, Liaskos C, et al. Prevalence and clinical significance of 
immunoglobulin A antibodies against tissue transglutaminase 
in patients with diverse chronic liver diseases. Clin Diagn Lab 
Immunol 2005;12:941-8. 
47. Teml A, Vogelsang H. Re:Celiac sprue: another 
autoimmune syndrome associated with hepatitis C. Am J 
Gastroenterol 2001;96:2522-3. 
48. Persico M, De Marino FA, Di Giacomo Russo G, Persico 
E, Morante A, Palmentieri B, et al. Prevalence and incidence 
of cryoglobulins in hepatitis C virus-related chronic hepatitis 
patients: a prospective study. Am J Gastroenterol 
2003;98:884-8.
 
